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Pt_Spt5m       1 -------------------------------------------------------------------------------- 
Pt_Spt5v       1 -------------------------------------------------------------------------------- 
Tt_Spt5        1 -------------------------------------------------------------------------------- 
Ot_Spt5-g19    1 -------------------------------------------------------------------------------- 
Ot_Spt5-g12    1 MICNLIKLCFDIQIKQEEGAQPQQNQKIKSKKQQQPKDEDSESDSEQLKRRMRGKKRLSINDYLDDVEDQQA-------- 
At_SPT5-1      1 -------------------------------------------------------------------------------- 
At_SPT5-2      1 -------------------------------------------------------------------------------- 
At_KTF1        1 -------------------------------------------------------------------------------- 
Dm_Spt5        1 -------------------------------------------------------------------------------- 
Hs_Spt5        1 -------------------------------------------------------------------------------- 
Tb_Spt5        1 -------------------------------------------------------------------------------- 
Sc_Spt5        1 -----------------------------------------MSDNSDTNVSMQDHD----QQFADPVVVPQSTDTKDENT 
Pf_Spt5        1 -------------------------------------------------------------------------------- 
 
 
Pt_Spt5m       1 -------------------------------------------------------------------------------- 
Pt_Spt5v       1 ----------------------------------------------------------------------MSQKNDDYRS 
Tt_Spt5        1 -------------------------------------------MSEDD---------------------FLEEDNNSYNY 
Ot_Spt5-g19    1 -------------------------------------------------------------------------------- 
Ot_Spt5-g12   73 ADTNYARKGSKTLSKEFDKKLNTVDDKAPTKDSQLLKKRSKPQTSTSELEQRVKKEYQRNQRNDDSADQKMKKENE-CNS 
At_SPT5-1      1 -------------------------------------------MSQY-------------S------DDDYSHEDD-SEM 
At_SPT5-2      1 -------------------------------------------MPRS-------------RDEDDELDGDYEALDL-EEE 
At_KTF1        1 -------------------------------------------------------------------------------- 
Dm_Spt5        1 -------------------------------------------MSDSEV-----SNMSDSGSEDGSISNKSQRSAR-SKS 
Hs_Spt5        1 -------------------------------------------MSDSED-----SNFSEEED------------------ 
Tb_Spt5        1 -------------------------------------------MSD---------------------------------- 
Sc_Spt5       36 SDKDTVDSGNVTTTESTE-RAES-TSNIPPLDGEEKEAKSEPQQPEDNAETAATEQVS--S-SNGPATDDAQATLN-TDS 
Pf_Spt5        1 -------------------------------------------------------------------------------- 
 
 
Pt_Spt5m       1 -------------------------------------------------------------------------------- 
Pt_Spt5v      11 DQD------------------DKSQSS----------------------IDSIEDLPDSSESEQFKQSKSK--------- 
Tt_Spt5       17 DDE------------------E-----------------------------------DGSYGEEVSNAKRK--------- 
Ot_Spt5-g19    1 -----------------------------------------MKKEVRYEDEYDEEEDDVSYEEDYKNKKRS--KQTK--- 
Ot_Spt5-g12  152 DTDEDGGIINTKSNQAAKSQEAKQKSSQLNKQPVK--------------------------DENLKKRREA--KQDD--- 
At_SPT5-1     18 EDEDE-------------EDEYEPRSSRKGRS---GKKRGRSNSD----------------------------------- 
At_SPT5-2     24 EEEDE--------------EEEEERGRGGGGS---RRKRGRSNFIDDYAEEDSQEEDD--DDEDYGSSRG---------- 
At_KTF1        1 ---------------------------------MDR--KGKGKQV--------------AGSDSYSGGQKRKNSVEF--- 
Dm_Spt5       32 RSRSRSGSRGSRSVSRSRSRSQSGHSRSGSESPQRRDNRGKSDES-GEEEEEPPGEDI--DSEEYDEEEN---------- 
Hs_Spt5       15 ----------------------SERSSDGEEAEVDEERRSAAGSE-KEEEPEDEEEEE--EEEEYDEEEE---------- 
Tb_Spt5        4 ----ELGVKELA-------------DLLADHEPM------------DLVVPSDPSEVEGSYDEVYKKEQQEREESRKHKR 
Sc_Spt5      110 SEANEIVKKEEGSDERKRPREEDTKNSDG-----------DTKDEGDNKDEDDDEDDDD-DDDDEDD------------- 
Pf_Spt5        1 -------------------------------------------------------------------------------- 
 
                                               __________________________________________________ 
Pt_Spt5m       1 ----------------------MRKRTKCQFIEQEASEGYSSEEDDDP------KFEINRKE-------------AERQ- 
Pt_Spt5v      42 -----------KLLKKQKNQKKTR-LNKQKFIDTEASETSDNESDDN-S--VGEITKG---------------------- 
Tt_Spt5       35 -----------G--KTLKQNKKKK-QKKNQFFEEDAEESNGEEEEEVNQ--EKRLRNQ---------------------- 
Ot_Spt5-g19   35 --------------KDKRSSKRQKID-ARKFVEVEAEEASDIDSDEDL---DDENEKLFRTQ------------Q----- 
Ot_Spt5-g12  201 ------------KLQRLKNKQKQKKK-ASRFFEDEACEGDEDEEEEDD---EKPNRKIKESEFYTEEQLRVKTQRLDKNF 
At_SPT5-1     47 --------------SDGRRGSKKKSS-GSAFIDWEVEVDDDVEDDDDDVDVEDGKQQLKF-G------------DFSLCF 
At_SPT5-2     75 --------------GKGAASKRKKPS-ASIFLDREAHQVDDEDEEEE--------------D------------EAEDDF 
At_KTF1       29 ------------RDEGLRIKKRKNPE-VLQFFEESAEVGYYGGSSDED---DDGL-----------------------GF 
Dm_Spt5       99 --------------DDHPRKKKKKER-FGGFIIDEAEVDDEVDEDDEW---EEGANEIGIVG----------------NE 
Hs_Spt5       60 --------------EEDDDRPPKKPR-HGGFILDEADVDDEYEDEDQW---EDGAEDILEKE------------EIEASN 
Tb_Spt5       55 RKRSRHGAKSRIKHSGGRKSDGVNPRVRSKFVIDAAESGET-ESDDG--------------------------------F 
Sc_Spt5      165 --------------DDEAPTKRRR-QERNRFLDIEAEVSDDEDEDEDE---E--DSELVRE-----------------GF 
Pf_Spt5        1 -------------------------------------------------------------------------------- 
 
                ___________________________________Acidic_region_________________________________ 
Pt_Spt5m      39 -LKE-------------------IQSRRAQAK-E-------R------------LNKRLQE---------LMEQD----- 
Pt_Spt5v      85 --------------------------KQEQMYNELA------------------LKRKHHR-D----------------- 
Tt_Spt5       77 --------------------------GDANLY-----------------------RQRKAR-D----------------- 
Ot_Spt5-g19   80 --------------------------HESQYYTNDQ------------------LKRRQQG-I----------------- 
Ot_Spt5-g12  265 -LDNMMKRYDNVKSQGDEGEEDDYDDEDAGYYSEQDEEEDQRQHRRKEEKKDQPLYNRDKR-DFIQKYQEAYEKHALKTH 
At_SPT5-1     99 IVSGEAD------------LPNEDSDHRRQYYQRGF------------------HPH---E-E----------------- 
At_SPT5-2    114 IVDNGTD------------LPDERGDRR---YERRF------------------LPRDEND-E----------------- 
At_KTF1       70 -LNDMED------------EPEVEESSKAGK----------------GE--------KGKS-SFV--------------- 
Dm_Spt5      145 -IDELGP------------TARDIEIRRRGT--N--------------------LWDTQKE-D----------------- 
Hs_Spt5      110 -IDNVV-------------LDEDRSGARRLQ--N--------------------LWRDQRE-E----------------- 
Tb_Spt5      102 VVGSDED-------------------SESDVYGGPMA-----------------MREGGKRHIF---------------- 
Sc_Spt5      208 ITHGDD-----------------ED-DEAS---APGARRDDR------------LHRQLDQ------------------- 
Pf_Spt5        1 -------------------------------------------------------------------------------- 
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                 ________________________________________________________________________________ 
Pt_Spt5m      65 -----------------------------------AID---------ETQN-----NSEYSSNVIDQ------------- 
Pt_Spt5v     103 -----------------------------------------------------------VVKQIEERYQDGDQDIQIGDD 
Tt_Spt5       90 -----------------------------------------------------------MSEVIHDLEQRGDQTPPQMDD 
Ot_Spt5-g19   98 --------------------NMNML---------QSMEE----RYRDTVQDDNEFEEDEDQEGLIGE------------- 
Ot_Spt5-g12  343 GREGLTGQSQLQNSRKARESSDPILKLIANKQKLKDVKVHQQKQVKKEVKDENDADTDDDQVKMEVDE------EQ---- 
At_SPT5-1    128 -----------------------------------DVD---------------ELEKR-TLERLSTKY-----AKD---- 
At_SPT5-2    143 -----------------------------------DVE---------------DLERR-IQERFSSRH-----HE----- 
At_KTF1       97 ------------------------------------------------FPKEEDLNEEEFDRIMEERYKPGSGFLR---- 
Dm_Spt5      172 -----------------------------------EIE---------------EYLRKKYADESIAKR-----HFG---- 
Hs_Spt5      136 -----------------------------------ELG---------------EYYMKKYAKSSVGET-----VYG---- 
Tb_Spt5      130 ------------------------------------------------LEGEEDMTAEEVARAIEERYRSGRKKANRTEA 
Sc_Spt5      236 -----------------------------------D------------LNKTSEEDAQRLAKELRERY--GRSSSK---- 
Pf_Spt5        1 -------------------------------------------------------------------------------- 
 
                 ______________________     ___β1_____________α1_______________________β2________ 
Pt_Spt5m      83 ----DDEDQDNDDDDDTLKGGPKLNDPKVWRFKCGRSILEVQRILEISNLLP-----------KNSPIVSVFYTPNVKGF 
Pt_Spt5v     124 VDKS--------EDEIEKPGL---RDPKFWRVSCNKGKEQEAVTSIMFKHNH-------LIDTNPLEIVSVFALKKFPAA 
Tt_Spt5      111 LDFDDID-MEHMPENIRKYGIQQRKDQNIFSVPVRKTKEKEVVICLLNKYAQ-------LNPEQNYGIYSISYVPSVESL 
Ot_Spt5-g19  132 --------YEGDDMLIDKEKLPSVNDPRLWQVRVKRGCERQATLQLMNKSIDF------ARRGKHLSILSVTCTEKVEGF 
Ot_Spt5-g12  413 -----ARHELTQQEVASHGQLPSIMDSKLWKINCKWGMEKQLVIQLLRKAFDF------LNHEKPFMILSIFNCDKTQGC 
At_SPT5-1    148 -----DYELDDVNDVDQQALLPSVRDPKLWLVKCAIGREREVAVCLMQKIVD---------RGSEFKIRSAIALDHLQNY 
At_SPT5-2    162 -----EY-DEEATEVEQQALLPSVRDPKLWMVKCAIGREREVAVCLMQKFID---------RGADLQIRSVVALDHLKNF 
At_KTF1      125 -----YADDDIKDAIEMDALAPTSKDPPIWKVKCAIGRERRSVFCLMHKFVEL------RKIGTKLEIISVFSVDHVKGF 
Dm_Spt5      193 -----DGGEEMSDEITQQTLLPGIKDPNLWMVKCRIGEEKATALLLMRKYLTY------LNTDDPLQIKSIIAPEGVKGY 
Hs_Spt5      157 ------GSDELSDDITQQQLLPGVKDPNLWTVKCKIGEERATAISLMRKFIAY------QFTDTPLQIKSVVAPEHVKGY 
Tb_Spt5      162 LLSSGIPKGKLSSLRYASHLLPQDTDPKVFAVKCRPRMARVLVARLVNKCYAFRIGRNYEKRKVDLGIISVFCFDHVKEY 
Sc_Spt5      263 ----QYRAAAQDGYVPQRFLLPSVDTATIWGVRCRPGKEKELIRKLLKKKFNLD----RAMGKKKLKILSIFQRDNYTGR 
Pf_Spt5        1 ------------------------MAGKIFAVRVTHGQEETTAKLIYSKVRT-----------YNLPIYAILAPSRVKGY 
 
                 _β3_______α2_________β4____________α3_____         ________________KOW_1________ 
Pt_Spt5m     148 IFFESFFENDVKEFMRSIM--YG---QPIYIQPEDCDSLLEIKK-N---NNIQVGQWVRFKNHKNY---GKDLGKVLRVN 
Pt_Spt5v     186 IFIEANFEQHVMRAIEGLTIVRQ--CPPELVESEQCPNMFKPA--EVEQIDIEEGQWVRVRQHNIY---SGDLARVMQVD 
Tt_Spt5      183 IYIEGVNKRAVINFLDKYPDCNC--NKIELVNIEEFQAIFEDQGKEQESYNAEVGQFVRISRKARNSDYINDIGQIHFIK 
Ot_Spt5-g19  198 IYVEAFKEIHVKEAIVGLSVILGGK--CLLIQKEEMPGLYQNDK-QT--INLQIHQWVRPKQG-LY---GGDLGLVEA-- 
Ot_Spt5-g12  482 LYIEAYNMSHVKSIIQGMTGIYK--QKIDMIPYKEMTQLLKVCS-EINETTLQAHQWVRVKNG-PY---AGDLGFVEMIE 
At_SPT5-1    214 VYIEADMEAHVKEAIKGMRNIYA-NQKILLVPIKEMTAVLSVES-KA--IDLSRDSWVRMKLG-IY---KGDLAQVVDVD 
At_SPT5-2    227 IYVEADKEAHVKEAIKGMRNIYA-NQKILLVPIREMTDVLSVES-KA--IDLSRDTWVRMKIG-TY---KGDLAKVVDVD 
At_KTF1      194 IFIEADKEHDVLEACKSLVGIYA--TRMVLLPKAETPNLLTVQK-KT--KKVSEGTWARVKNG-KY---KGDLAQIVAVS 
Dm_Spt5      262 IYLEAYKQTHVKTCIDNVGNLRMGKWKQEMVPIKEMTDVLKVVK-EQ--VGLKVKQWVRLKRG-LY---KDDIAQVDYVD 
Hs_Spt5      225 IYVEAYKQTHVKQAIEGVGNLRLGYWNQQMVPIKEMTDVLKVVK-EV--ANLKPKSWVRLKRG-IY---KDDIAQVDYVE 
Tb_Spt5      242 IYIESHRKAFVENAINGLVGLFR--SNISLVNPSELMQMMEHRP-SE--DKIRVGSFVRLRRR-QY---RLDIAQVIAVD 
Sc_Spt5      335 IYIEAPKQSVIEKFCNGVPDIYI--SQKLLIPVQELPLLLKPNK-SD-DVALEEGSYVRIKRG-IY---KGDLAMVDQIS 
Pf_Spt5       46 IFVEAPNKGVVDEAIRGIRHARG--VLPGEVPFKEIEHFLEEKP-AV--SGLEPGDLVEVIAG-PF---KGQKAKVVKID 
 
                 ____________________________________Linker_1____________________________________ 
Pt_Spt5m     216 LIQNFAIIKVIKRNKQ----------------------------GQKEPIS---------WQRTR--------------- 
Pt_Spt5v     259 QERKLIKLKVVPRQKLLMKSLEEEEENKKKNSKKNNANADQSRFQMKEEEGEPPIEDNEPFQRGSKFKFLKRAKYLQEQR 
Tt_Spt5      261 KN-NRVVVKLIPRVRIE--DMRKKYEQMNKNSKKR----NQDSFVQVEGDAE----DDQ-ANKKGKFPYN---------- 
Ot_Spt5-g19  267 TVDDKVYLRLIPRL---------DFSKDQ--------------LNGKGRDD---------KAKNK--------------- 
Ot_Spt5-g12  555 G-GDRALVKLIPRIRVTQNELGQNVLELY----------------HK---A---------WQKKE--------------- 
At_SPT5-1    286 NVRKRVTVKLIPRI---------DLQALAN------------KLEGTE-------------NVKK--------------- 
At_SPT5-2    299 NVRQRVTVKLIPRI---------DLQALAS------------KLDGRE-------------VSKK--------------- 
At_KTF1      265 DTRNKALIKLIPRI---------DIQALTQ------------KYGGGV-------------------------------- 
Dm_Spt5      335 LAQNQVHLKLLPRI---------DYTRMRG------------ALRTTATES---------DDSKR--------------- 
Hs_Spt5      298 PSQNTISLKMIPRI---------DYDRIKA------------RMSLKD------------WFAKR--------------- 
Tb_Spt5      313 SASRRVTVKVVPRE---------DFVGKT--------------------------------------------------- 
Sc_Spt5      407 ENNLEVMLKIVPRL---------DYGKFD----------------EIDPTT---------QQRKS--------------- 
Pf_Spt5      117 ESKDEVVVQFIDAIVPIPVTIKGDYVRLIS------------KLQKEE-------------------------------- 
 
                 _________________________________________________________________________KOW_1__ 
Pt_Spt5m     244 ---------------QQTNQIETTNQSEFIYSDIEKEY---------------------KCAKIDGFNLLRCPLKNIEH- 
Pt_Spt5v     339 KYIRGPKIPIQMTKKSINDDNDEPTSQFFY-TTIRDEWTSAKK---------------------DGFEIITLPVHQVLTG 
Tt_Spt5      319 KFGNQPVVPTRTVDEIL---KTRPEQQFFSLDEYEKDWSECYKAV--SEE-YRPENESTNLFQHCGYVYKTFNCKDLIFN 
Ot_Spt5-g19  300 ------------------FSNQRPSQRIFNKSLVPQMS--LEHRQIPALGNKTFDVYKKQYL-KNGFLYKSFPSKQLQID 
Ot_Spt5-g12  591 ---------------FGGVAGQNVPQRLFNPQNVKNECT--K-DRFEPLQ-KNFFIWKEQMF-RNGFLYYFFKINKLIID 
At_SPT5-1    317 ------------------KAF-APPPRFMNIDEARELHIRVEHRRDPMTG-DYFENIGGMLF-KDGFLYKKVSTKSIAAQ 
At_SPT5-2    330 ------------------KAF-VPPPRFMNIDEARELHIRVERRRDHMTG-DYFENIGGMLF-KDGFHYKQVSLKSITVQ 
At_KTF1      292 ----------------TVQKGQTPAPRLISSSELEEFRPLIQVRRDRDTG-ITFEHLDSLML-KDGYLYKKVSLDSISSW 
Dm_Spt5      370 ------------------KKKRRPAAKPFDPEAVRAIG-----GEVHSDG-DFLLFEGNRYS-RKGFLYKNFTMSAILSD 
Hs_Spt5      330 ------------------KKFKRPPQRLFDAEKIRSLG-----GDVASDG-DFLIFEGNRYS-RKGFLFKSFAMSAVITE 
Tb_Spt5      333 ----------------CNKPEVRMPQRLFVPNLAVGAHN-----R------GEMYAWGDLIFDGEGYLHLSVSLSQVISG 
Sc_Spt5      438 ---------------RRPTFAHRAPPQLFNPTMALRLDQ----ANLYKRD-DRHFTYKNEDY-IDGYLYKSFRIQHVETK 
Pf_Spt5          -------------------------------------------------------------------------------- 
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                 ______________                                      __________________KOW_2_____ 
Pt_Spt5m     287 --NITITDEELQMFFPDVVDRKIL-VQ-----------Q-AKREILRRVDVQFKEGQKVRLIGEDDINKGPKFKIMKIFD 
Pt_Spt5v     397 --NIKPTVEDLQYFYPDVQDYRLILQK-----------LHSSLKQVVEQKSQIQIGDYITLTHDQAK--SSRYKVSQILQ 
Tt_Spt5      393 --EQLKSLEELKKFYPHLELDEIMNQN-----------G--RFLKMANNQTTFVVGDPVLIDNTL-K-----GKIISLGK 
Ot_Spt5-g19  359 --NVRPTIEEVQQFTSYMKSSK-DDINQI--DETITGEELIRKTFMQGSSSDINKGDKIRVVKGDLN--GLYGQVVTIEG 
Ot_Spt5-g12  651 --KVEPRLAEVKRFQKDQTHTSTMDYLSDQDEWDIMDDATVMKTIKNDGLQQLEVGDRVEVINKNQK--GIKGTILKIDN 
At_SPT5-1    376 --NVTPTFDELERFKRPNENGE-IDFV----DES--------TLFANRKKGHFMKGDAVIVIKGDLK--NLKGWIEKVDE 
At_SPT5-2    389 --NVTPTFDELEKFNKPSENGE-GDFG----GLS--------TLFANRKKGHFMKGDAVIVIKGDLK--NLKGWVEKVDE 
At_KTF1      354 --GVIPTKDELLKFTPVDRKET-GDVEWI---SEIYGEERKKKI------------------------------------ 
Dm_Spt5      425 --GVKPTLAELERFEESPEEVN-LEIM----GTV--------KDD-PTMAHSFSMGDNVEVCVGDLE--NLQAKIVAIDG 
Hs_Spt5      385 --GVKPTLSELEKFEDQPEGID-LEVV----TES--------T-G-KEREHNFQPGDNVEVCEGELI--NLQGKILSVDG 
Tb_Spt5      386 VKMEKPTVEELAAFFSSDLNRV-R-------------EAASHFASNGRGSAGLRIGDMVRVVSGQLR--ETVGTIENIFL 
Sc_Spt5      497 --NIQPTVEELARFGSKEGAVDLTSVS-----QS--------IKKAQAAKVTFQPGDRIEVLNGEQR--GSKGIVTRTTK 
Pf_Spt5          -------------------------------------------------------------------------------- 
 
                 _______________________________ __________________________KOW_3_________________ 
Pt_Spt5m     352 DQM-I--ELM----CKKDNREYTYLVHASEIRLAFKLYQEAKVIDGPHKGDVGVIICIKQGYVVLSNQHGTFKVPHSVL- 
Pt_Spt5v     462 DENKLIISKTVKNKNNNEKRNYEYKLDISEAKLAFKLYQQVSIVSGPNTGLSGTIIKMDDLTAQISTEA---GRIVDALI 
Tt_Spt5      452 ETAKVLIKK----KK----LSIEEEYPLKQLVKYFEDGSRVKVISGTSEGITGTVLSTKGDVCEVFTDN---NNTIEVRT 
Ot_Spt5-g19  432 SDV----LFK----PTIEGFEDDLRLPMDFVVKHFEPGDQVRVIDGKFKGETGIVISSETQFANVALTQ--NNREVRIFA 
Ot_Spt5-g12  727 EEF----ILI----KTLDKVPYELKMKQSEVIKYFECGESVRVIAGTHSGESGIITAIEAKHAVVLMDGATTSENLKILL 
At_SPT5-1    439 ENV----LIR----SEMKDLPNPIAVNGRELCKYFEPGNFVKVVSGIHEGGTGMIVKVDQHMLIILSDT--TKEHICVFA 
At_SPT5-2    452 ENV----LIR----SEVKGLPDPLAVNERELCKYFEPGNHVKVVSGTHEGATGMVVKVDQH--------------VRVFA 
At_KTF1      392 ---------L----PT---------------CR--EGGKGEGSGGGKGEGSGGGKG--EGSR------G----------- 
Dm_Spt5      487 TMI----TVM----PKHQDLKDPLIFKASELRKYFKTGDHARVLAGRYEGETGLIIRVEPTRVVLVSDL--TNHELEVLP 
Hs_Spt5      446 NKI----TIM----PKHEDLKDMLEFPAQELRKYFKMGDHVKVIAGRFEGDTGLIVRVEENFVILFSDL--TMHELKVLP 
Tb_Spt5      450 DTNTVALSCR----VPMRGETIKLRVELPLCVKHFTEGTHVVIDGGVHAGESGTVVKALGDVVHVFSDRATATRELVVRA 
Sc_Spt5      560 DIA------T----IKLNGFTTPLEFPISTLRKIFEPGDHVTVINGEHQGDAGLVLMVEQGQVTFMSTQ--TSREVTITA 
Pf_Spt5          -------------------------------------------------------------------------------- 
                 ______ 
Pt_Spt5m     424 ---QFGHKNFQ-------------------TDNSLVKFG--------------------NNDFQIGCVIQQKL--QSAVV 
Pt_Spt5v     539 SDLQSQKNVIKKMDIEENPDAGAGQQKPGFKRNDLVKFG--------------------LIDNDIGCILNISN--NEVSV 
Tt_Spt5      521 KDLAITGEAS--QDAEKIVVNESSDRNLGLKKKDLVKLT--------------------GF-NNVGLILDISK--DYIKI 
Ot_Spt5-g19  502 NSLKLKSEIDQGVLGMTGY-IDKKN-FSKYSANDLIMYN----------------------TKYVGVVLQVQD--DYLKV 
Ot_Spt5-g12  799 SNLKSKKEDMEHV-KLRDY-IQKSVIEIKYNAGEMIMYQSTHCSQLSTSSSSCVNASSTVSGPSLGYIIQVNP--DYLKV 
At_SPT5-1    509 DHVAKSAEVTKGVTKI-----------GDYELHDLVILS----------------------DFSFGVILKLDS--EAIQI 
At_SPT5-2    510 DHVVESSEVTTGVTKI-----------GDYELHDLVLLD----------------------NLSFGVIIRLEN--EAFQV 
At_KTF1      423 ----GKG---EGS---SDF-----KSESSYELYNLVCFS----------------------RKDFGLIVGVDDKGDGYKV 
Dm_Spt5      557 RDLQLCSDVATGVDCL-----------GQFQWGDMVQLD----------------------SQNVGVIVRLER--ENFHV 
Hs_Spt5      516 RDLQLCSETASGVDVG-----------GQHEWGELVQLD----------------------PQTVGVIVRLER--ETFQV 
Tb_Spt5      526 DDCHRSNLVGSF-----------GHTSGSWKLFDLVMLPD---------------------SSSVACVVRLNR--NDVCV 
Sc_Spt5      628 NNLSKSID--------------TTATSSEYALHDIVELS----------------------AKNVACIIQAGH--DIFKV 
Pf_Spt5          -------------------------------------------------------------------------------- 
 
                                                        _______________________KOW_4_____________ 
Pt_Spt5m     460 LDINNEVQEIRNEKLE-----ILTINGVEMNEQGETFRINDNVIII----SGQY-ANKFGLVKHCINGKLYLFNHLF--- 
Pt_Spt5v     597 LDLTNQIKNINKLAIR---NSINTRNNVVKNMYGNDIRQQDLVVIL----DGFY-KNNKATVLHVYRDYLFLFNG-KFDN 
Tt_Spt5      576 LDQNGKIKNVSSFSIN---TKIDTRKYIGKNAEGNNITNNSNIIIK----QGQY-SGYQCQVIHVYKSLVFLFNP-KFRD 
Ot_Spt5-g19  556 INNEGDLQNIKLSDIN--KKIDFSRKTTTVDSHRNTLYADNVVRMT----NGKY-KGRKGVVKYIFKTTLFLWDK-EFYQ 
Ot_Spt5-g12  875 INSHNQVQMVKQASVT--KKIFPRRNTFALDRNHNTIASRSIVKIY----DGSQLNGKCAEVKGFCKDVLFVYLKGQLVQ 
At_SPT5-1    554 LKGVPDSSEVSIVKAS-EIKYKIWKKINVQDRYKNVVAVKDVVRVI----EGPS-KGKQGPVVQIYKGVLFIHDR-HNLE 
At_SPT5-2    555 LKGVPDRPEVALVKLR-EIKCKLEKKINVQDRYKNVIAVKDDVRVI----EGPS-KGKQGPVKHIYKGVLFIYDR-HHLE 
At_KTF1      466 LKEGIDGPVVVTVGKKEMQNGPFDSKFTALDLNKKQISVNDVVKIS----KGPS-EGKQGVVRQVYRGIIFLYDE-SEEE 
Dm_Spt5      602 LGMNGKCIECKPTALH---KRKENRHTVALDADQNQIRRRDVVKVM----EGPH-AGRSGEIKHLYRSLAFLHCR-MYTE 
Hs_Spt5      561 LNMYGKVVTVRHQAVT---RKKDNRFAVALDSEQNNIHVKDIVKVI----DGPH-SGREGEIRHLFRSFAFLHCK-KLVE 
Tb_Spt5      572 LTDRMETRYLSTTQIK----PVLTGRRQTTDQLANMITRGSEVIIQNDDSSPYHLDGQTGRVEQVFNTTLFVRVK-TVKE 
Sc_Spt5      670 IDETGKVSTITKGSILSK-INTARARVSSVDANGNEIKIGDTIVEK----VG---SRREGQVLYIQTQQIFVVSK-KIVE 
Pf_Spt5          -------------------------------------------------------------------------------- 
 
                 ________ 
Pt_Spt5m     527 PYQIILENANNCKMVFSKQN----KP---------------------------------------------------KQN 
Pt_Spt5v     668 TQGVIIEKANNCGLVSSSKKP--------------DPGANT-------ISQMPN-------------------------E 
Tt_Spt5      647 TYTVE--NINNVSLQTTNPVIQR-QEA----KIAYDMKYGK-------QDNLKP-------------------------D 
Ot_Spt5-g19  628 SNGIFVENARNVVILGDEHM-KQNQGGA---------------------------------------------VANSNRR 
Ot_Spt5-g12  949 TNGIYSILTRNVVLAGQDFV-KNVQQENHKGFIL---------------------------------------GQQDRKQ 
At_SPT5-1    627 HTGFICTRCSSCVLAGG------------------NFKTP--------ALVPPSPRRFQRADMGYNPGAGGRHQGGRGRR 
At_SPT5-2    628 HAGFICAKCTSCIVVGGSRS-GANRNGGDSLSRYGNFKAP--------APVPSSPGRFQRGRGGGYNNSGGRHGGGRG-R 
At_KTF1      540 NGGYFCCKSQSCEKVKLFTEESNEKTGGFDGTAFEDFVSSPK------SPLSPEKEWQPRERYNS---------SNQGDI 
Dm_Spt5      673 NGGIFVCKTRHLQLAGGSKT-TVSNAGIVGGLGFMSPRIQ--------SPMHPSGGR------GARGGARGGRGGFRV-T 
Hs_Spt5      632 NGGMFVCKTRHLVLAGGSKP-RDVTNFTVGGFAPMSPRIS--------SPMHPSAGG-QRGGFGSPGGGSGGMSRGRG-R 
Tb_Spt5      647 NSGLVAVDASCVLLIGGRTTTKQIQPAKQLPTVNRNPHNASRADLSVPNPRMTSEDW----------------------A 
Sc_Spt5      741 NAGVFVVNPSNVEAVASKDN----MLSNKMDLSKMNPEIISK-------MGPPSSKTFQQ--------------PIQSRG 
Pf_Spt5          -------------------------------------------------------------------------------- 
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                 _______________________KOW_5________________________                    * 
Pt_Spt5m     552 DQMCLTGQICQLKIGQWQGYRGQIVQIKSGYLIVQLSANNTKVKVSEKDILLL--------------------------- 
Pt_Spt5v     702 DWKNLRGQMVTIRKGQWQSYRGMVQEVTSRVATIQLSAKNLVVKVPL-ECIKSESSNSH--------LQVGKTPQHHPGM 
Tt_Spt5      688 DMKQYVGRQMRIIGGKYKGFQCTVTDIRNDQIKVEINSKFITVFIPKCDLIATDKGQTE--------LEYGKTPSYNAQS 
Ot_Spt5-g19  662 FRDVWAGKEIEITKGEWKGYRGRVCRADDRQAIVELSSKCRKIPIEISLIKEVDVGKSGTTRGD---MTYGGQT----VY 
Ot_Spt5-g12  989 KDRKIIRSYVAITAGEYKGLKGRVLFADELICKVEILAKDLKVQLPRGMVME--IRDPTKPMEI---RDLGVEP----MS 
At_SPT5-1    681 GDDHLVGTYVKIRLGPFKGYSGRLVEVKDKLVRVELEAKIVTGKLHFERKAISDM----------------TDN------ 
At_SPT5-2    698 GDDSLLGTTVKIRLGPFKGYRGPVVEVKGNSVRVELEMKIVTVD----RGAISDNVA--------------TTP------ 
At_KTF1      605 GSTYSIGQKLRIRVGPLKGYLCRVIALRYSDVTVKLDSQHKIFTVKSEHLAEVRDRN--TVLST-----SGDAG------ 
Dm_Spt5      737 RDREILGKTIKISGGPYKGAVGIVKDATESTARVELHTSCQTISVDRNHIAIVGVTGKEG--SV---STYGRTPARTPGY 
Hs_Spt5      701 RDNELIGQTVRISQGPYKGYIGVVKDATESTARVELHSTCQTISVDRQRLTTVGSRRPGG--MT---STYGRTP----MY 
Tb_Spt5      705 GNSEWYEMDIE--------------------------------------------------------------------- 
Sc_Spt5      796 GREVALGKTVRIRSAGYKGQLGIVKDVNGDKATVELHSKNKHITIDKHKLTYYNREGGEGITYDELVNRRGRVP------ 
Pf_Spt5          -------------------------------------------------------------------------------- 
 
                    *                                * 
Pt_Spt5m         -------------------------------------------------------------------------------- 
Pt_Spt5v     773 S--TR------VWDDLEGVQQSAMRGGYQSPYITYQTPMRND-------------------------------------- 
Tt_Spt5      760 IYQ------------------PNNHENINSPSY-YAN----N-------------------------------------- 
Ot_Spt5-g19  735 E---AGKTPMQYNTPSYYPHSPHWGA-NQSPGYGTDYDYNNAGMSPGFSRAGSEHYPNKPQTPRNDNWV--KHE------ 
Ot_Spt5-g12 1060 FDD-AQKRDMGQEDD--------------------------EMMIDTTAR-GQNFMLQQNFANQLDKYDCFGGEAQIATP 
At_SPT5-1    739 VVATPQYN-MGSQTPMHPSRTPLHPC-MTPMRHSGATPIHDGMRTPMRGR---AWNPYMPMSPPRDNWE----------- 
At_SPT5-2    754 FRDTSRYS-MGSETPMHPSRTPLHPY-MTPMRDSGATPIHDGMRTPMRDR---AWNPYTPMSPPRDNWE----------- 
At_KTF1      672 ---TGSFQPFGM----LGT----------------ESSTGDWAIGAGTSSEGGNWNIGGPSTDSHESLNIERN---MVQL 
Dm_Spt5      812 GAQTPSYTAAGSKTPLVGSQTPNWDT-DTRTPYGTMTPSHDGSMTPR-HG---AWDPTANTTPARNN-D--FDYSLE-EP 
Hs_Spt5      772 GSQTPMYG-SGSRTPMYGSQTPLQDG-SRTPHYGSQTPLHDGSRTPAQSG---AWDPNNPNTPSRAEEE--YEYAFDDEP 
Tb_Spt5          -------------------------------------------------------------------------------- 
Sc_Spt5      870 -----QAR-MG---PSYVSAPRNMATGGIAAGAAATSSGLSGGMTPGWSSFDGG------KTPAVNAHG--------GSG 
Pf_Spt5          -------------------------------------------------------------------------------- 
 
 
Pt_Spt5m         -------------------------------------------------------------------------------- 
Pt_Spt5v         -------------------------------------------------------------------------------- 
Tt_Spt5          -------------------------------------------------------------------------------- 
Ot_Spt5-g19      -------------------------------------------------------------------------------- 
Ot_Spt5-g12 1112 RGSDKDWGDDDQNLLGGLHREGRDTQISQNFR----------DCDSQFDLDIAAD------------------------- 
At_SPT5-1    803 DGNPGSWGTSP---------------------------------------YEAATPGSDWGSSTPGRSSYRDAGTPINNG 
At_SPT5-2    818 DGNPGSWGTSP------------------QYQPGSPPSR----------AYEAPTPGSGWASTPG--GSYSDAGTPRDHG 
At_KTF1      726 CREKNPWGGSKPTSD-----------VSPTVADD--NTSAWANAAAENKPASASDQPGGWNPWGKTP--ASEAGTVSGWG 
Dm_Spt5      883 SPSPG-----YNPSTPGY-------QMTSQFAPQTPGTL--YGSDRSYSP---------FNPSPSP-------------- 
Hs_Spt5      845 TPSPQAYGGTPNPQTPGYPDPSS-PQVNPQYNPQTPGTPAMYNTD-QFSPYAAPSPQGSYQPSPSPQ-SYHQV-APSPAG 
Tb_Spt5          -------------------------------------------------------------------------------- 
Sc_Spt5      927 GGGVSSWGGAS------------------------------------------------------------------TWG 
Pf_Spt5          -------------------------------------------------------------------------------- 
 
 
Pt_Spt5m         -------------------------------------------------------------------------------- 
Pt_Spt5v         -------------------------------------------------------------------------------- 
Tt_Spt5          -------------------------------------------------------------------------------- 
Ot_Spt5-g19      -------------------------------------------------------------------------------- 
Ot_Spt5-g12      -------------------------------------------------------------------------------- 
At_SPT5-1    844 FVYYLL---CLNANA----PSPMTPSSTSYLPTTPGGQA------MTPGTDLDVMSLDIVNIF---QFTDYVSL------ 
At_SPT5-2    868 SAYANAPSPYLPSTP----GQPMTPSSASYLPGTPGGQP------MTPGTGLDVMSPVIGGDAEAWFMPDILVDIHKAGE 
At_KTF1      791 --DT-----------------------------SASNVEASSWEKQ--GA-----STSNVADLGSWGTHGGSSGGNKQD- 
Dm_Spt5      926 ----------APSPYPVGYM--NTPSPSTYSPNTPGGIPQSPYNPQTPGASLD-------SSMGDWCTTDIEVRIHT-HD 
Hs_Spt5      921 YQNTHSPASYHPTPSPMAYQASPSPSPVGYSPMTPGAPSPGGYNPHTPGSGIE-------QNSSDWVTTDIQVKVRDTYL 
Tb_Spt5          -------------------------------------------------------------------------------- 
Sc_Spt5      941 -------------------------------------------------------------------------------- 
Pf_Spt5          -------------------------------------------------------------------------------- 
 
 
Pt_Spt5m         -------------------------------------------------------------------------------- 
Pt_Spt5v         -------------------------------------------------------------------------------- 
Tt_Spt5          -------------------------------------------------------------------------------- 
Ot_Spt5-g19      -------------------------------------------------------------------------------- 
Ot_Spt5-g12      -------------------------------------------------------------------------------- 
At_SPT5-1    902 -------FFLCGHHQDGSCVVALGHRGEGE----------TIRATQNKVSLVCPKKNE--------------RVKILGGK 
At_SPT5-2    938 DTD----VGVIRDVSDGTCKVSLGSSGEGD----------TIMALPSELEIIPPRKSD--------------RVKIVGGQ 
At_KTF1      832 ----------EDSVWGKLCEASESSQKKEESSWGKKGGSDGESSWGNKDGNSSASKKDGVSWGQQDKGSDESKGGSAWSN 
Dm_Spt5      986 DTDLVGQTGIIRTVSNGVCSVFLRQEDRSV------------SIVSEHLAPVLPCNGD--------------EFKIIYGD 
Hs_Spt5      994 DTQVVGQTGVIRSVTGGMCSVYLKDSEKVV------------SISSEHLEPITPTKNN--------------KVKVILGE 
Tb_Spt5          -------------------------------------------------------------------------------- 
Sc_Spt5      941 -----------------------GQGNGGA-------------------------------------------------- 




Pt_Spt5m         -------------------------------------------------------------------------------- 
Pt_Spt5v         -------------------------------------------------------------------------------- 
Tt_Spt5          -------------------------------------------------------------------------------- 
Ot_Spt5-g19      -------------------------------------------------------------------------------- 
Ot_Spt5-g12      -------------------------------------------------------------------------------- 
At_SPT5-1    951 YCGSTAKVIGEDGQDGIVKLDESLDIKILKLTILAKLVHE---------------------------------------- 
At_SPT5-2    990 YRGSTGKLIGIDGSDGIVKIDDNLDVKILDLALLAKFVQP---------------------------------------- 
At_KTF1      902 QCGDFGSGKKKDGSSGWNKSAEDSNANSKGV---PDWGQPNDGSSWGKKGDGAASWGKKDDGG--SWG------KKD--- 
Dm_Spt5     1040 DRESVGRVLSKDGDVFVCR--INEEIKLLPINFLCKMKSID--------------------------------------- 
Hs_Spt5     1048 DREATGVLLSIDGEDGIVRMDLDEQLKILNLRFLGKLLEA---------------------------------------- 
Tb_Spt5          -------------------------------------------------------------------------------- 
Sc_Spt5      948 -------------------------------------------SAWGGAGGGASAWGGQGTGATSTWGGASAWGNKSSWG 
Pf_Spt5          -------------------------------------------------------------------------------- 
 
 
Pt_Spt5m         -------------------------------------------------------------------------------- 
Pt_Spt5v         -------------------------------------------------------------------------------- 
Tt_Spt5          -------------------------------------------------------------------------------- 
Ot_Spt5-g19      -------------------------------------------------------------------------------- 
Ot_Spt5-g12      -------------------------------------------------------------------------------- 
At_SPT5-1        -------------------------------------------------------------------------------- 
At_SPT5-2        -------------------------------------------------------------------------------- 
At_KTF1      968 -------DGNKDDGGSSWGKKDDGQKDDGGSSWEKKFDGGSSWGKKDDGGSSWGKKDDGGSLWGKKDDGGSSWGKEDDGG 
Dm_Spt5          -------------------------------------------------------------------------------- 
Hs_Spt5          -------------------------------------------------------------------------------- 
Tb_Spt5          -------------------------------------------------------------------------------- 
Sc_Spt5      985 GASTWASGGESNGAMSTWGGTGDR----------SAYGGASTWGGNNNN------------------------------- 
Pf_Spt5          -------------------------------------------------------------------------------- 
 
 
Pt_Spt5m         -------------------------------------------------------------------------------- 
Pt_Spt5v         -------------------------------------------------------------------------------- 
Tt_Spt5          -------------------------------------------------------------------------------- 
Ot_Spt5-g19      -------------------------------------------------------------------------------- 
Ot_Spt5-g12      -------------------------------------------------------------------------------- 
At_SPT5-1        -------------------------------------------------------------------------------- 
At_SPT5-2        -------------------------------------------------------------------------------- 
At_KTF1     1041 SLWGKKDDGESSWGKKDDGESSWGKKDDGGSSWGKKDEGGYSEQTFDRGGRGFGGRRGGGRRGGRDQFGRGSSFGNSEDP 
Dm_Spt5          -------------------------------------------------------------------------------- 
Hs_Spt5          -------------------------------------------------------------------------------- 
Tb_Spt5          -------------------------------------------------------------------------------- 
Sc_Spt5     1024 -------------------------------------------------------------------------------- 
Pf_Spt5          -------------------------------------------------------------------------------- 
 
 
Pt_Spt5m         -------------------------------------------------------------------------------- 
Pt_Spt5v         -------------------------------------------------------------------------------- 
Tt_Spt5          -------------------------------------------------------------------------------- 
Ot_Spt5-g19      -------------------------------------------------------------------------------- 
Ot_Spt5-g12      -------------------------------------------------------------------------------- 
At_SPT5-1        -------------------------------------------------------------------------------- 
At_SPT5-2        -------------------------------------------------------------------------------- 
At_KTF1     1121 APWSKPSGGSSWGKQDGDGGGSSWGKENDAGGGSSWGKQDNGVGSSWGKQNDG--SGGGSSWGKQNDAGGGSSWGKQDSG 
Dm_Spt5          -------------------------------------------------------------------------------- 
Hs_Spt5          -------------------------------------------------------------------------------- 
Tb_Spt5          -------------------------------------------------------------------------------- 
Sc_Spt5     1024 -------------------------KSTRDGGASAWGNQDDGNRSAWNNQGNKSNYGGNSTWGGH--------------- 
Pf_Spt5          -------------------------------------------------------------------------------- 
 
 
Pt_Spt5m         -------------------------------------------------------------------------------- 
Pt_Spt5v         -------------------------------------------------------------------------------- 
Tt_Spt5          -------------------------------------------------------------------------------- 
Ot_Spt5-g19      -------------------------------------------------------------------------------- 
Ot_Spt5-g12      -------------------------------------------------------------------------------- 
At_SPT5-1        -------------------------------------------------------------------------------- 
At_SPT5-2        -------------------------------------------------------------------------------- 
At_KTF1     1199 GDGSSWGKQDGGGDSGSAWGKQNNTSGGSSWGKQSDAGGGSSWGKQDGGGGGSSWGKQDGGGGSGSAWGKQNETSNGSSW 
Dm_Spt5          -------------------------------------------------------------------------------- 
Hs_Spt5          -------------------------------------------------------------------------------- 
Tb_Spt5          -------------------------------------------------------------------------------- 
Sc_Spt5          -------------------------------------------------------------------------------- 





Pt_Spt5m         -------------------------------------------------------------------------------- 
Pt_Spt5v         -------------------------------------------------------------------------------- 
Tt_Spt5          -------------------------------------------------------------------------------- 
Ot_Spt5-g19      -------------------------------------------------------------------------------- 
Ot_Spt5-g12      -------------------------------------------------------------------------------- 
At_SPT5-1        -------------------------------------------------------------------------------- 
At_SPT5-2        -------------------------------------------------------------------------------- 
At_KTF1     1279 GKQNDSGGGSSWGKQDGGGGGSSWGKQNDGGGGSSWGKQGDGGSKPWNEHSGGGRGFGERRGGGGFRGGRNQSGRGGRSF 
Dm_Spt5          -------------------------------------------------------------------------------- 
Hs_Spt5          -------------------------------------------------------------------------------- 
Tb_Spt5          -------------------------------------------------------------------------------- 
Sc_Spt5          -------------------------------------------------------------------------------- 
Pf_Spt5          -------------------------------------------------------------------------------- 
 
 
Pt_Spt5m         -------------------------------------------------------------------------------- 
Pt_Spt5v         -------------------------------------------------------------------------------- 
Tt_Spt5          -------------------------------------------------------------------------------- 
Ot_Spt5-g19      -------------------------------------------------------------------------------- 
Ot_Spt5-g12      -------------------------------------------------------------------------------- 
At_SPT5-1        -------------------------------------------------------------------------------- 
At_SPT5-2        -------------------------------------------------------------------------------- 
At_KTF1     1359 DGGRSSSWKTDNQENTWKSDQSGGSDWKKGWGEDSNNSKPSGSSAGGCAGNWPSWDTNSKKETNDKPGDDSKSAWGTSND 
Dm_Spt5          -------------------------------------------------------------------------------- 
Hs_Spt5          -------------------------------------------------------------------------------- 
Tb_Spt5          -------------------------------------------------------------------------------- 
Sc_Spt5          -------------------------------------------------------------------------------- 
Pf_Spt5          -------------------------------------------------------------------------------- 
 
 
Pt_Spt5m         ------------------------------------------------------- 
Pt_Spt5v         ------------------------------------------------------- 
Tt_Spt5          ------------------------------------------------------- 
Ot_Spt5-g19      ------------------------------------------------------- 
Ot_Spt5-g12      ------------------------------------------------------- 
At_SPT5-1        ------------------------------------------------------- 
At_SPT5-2        ------------------------------------------------------- 
At_KTF1     1439 QVNTDNNNDSWNKKPNNDVGTSGEADNAWGGKTNAVAPSPSGSAAWGTGDKKTGW 
Dm_Spt5          ------------------------------------------------------- 
Hs_Spt5          ------------------------------------------------------- 
Tb_Spt5          ------------------------------------------------------- 
Sc_Spt5          ------------------------------------------------------- 







                                                                               _____________________ 
P.tetra_Spt5m     1 ---------------------------------------------------MRKRTKCQFIEQEASEGYSSEE-DDDPKF 
P.biaur_Spt5m     1 ---------------------------------------------------MRKRTKCQFIEQEASEGYSSEEQEDDPKF 
P.sexau_Spt5m     1 ---------------------------------------------------MRKRTKCQFIEQEASEGYSSDEV-DDEKF 
P.caudat_Spt5m    1 ---------------------------------------------------MRKKMRNMFIEDQASEGYSSQEEYEEQIQ 
P.tetra_Spt5v     1 MSQKNDDYRSDQDDKSQSSIDSIEDLPDSSESEQFKQSKSKKLLKKQKNQKKTRLNKQKFIDTEASETSDNESDDN---- 
P.biaur_Spt5v     1 MSAKNDDYRSDQDDKSESSLDSIEDIPDSSESDQFKKTKNKKLLKKQKNQKKKRLNKQKFIDTEASETE-NESEED---- 
P.sexau_Spt5v     1 MSAKNDDYRSDQDQKSDSSLDSMGDIQDSSESMQFKQTKNKKLLKKQKNKKKKRLNKQKLIETEASETSENDSEDENRKD 
P.caudat_Spt5v    1 MSANNDDYRSDNDM-SQSSIESFEDEE--FSSQQFVATKNKKDLKKQKNLKKKKLTKQKFIESEASET------------ 
 
                    __________________________________Acidic_region________________________________ 
P.tetra_Spt5m    29 -----EINRKEAERQLKEIQSRRAQAKERLNKRLQELMEQDAIDETQNNSEYSSNVIDQDDEDQDNDDDDDTLKGGPKLN 
P.biaur_Spt5m    30 -----EINKKEAERQLKEIQSRRAKAKERLNKRLQELMEQDAIDETENNSNTSRNENDQDNQDDDDDEDDESLKGGPKLN 
P.sexau_Spt5m    29 -----EINKKEAERQLKEIQNRRTKAKERLNKRLQELLEQDAIEETANSSDKSKNENEERDYDDQDDQDDTSIKGGPKLN 
P.caudat_Spt5m   30 -----KVEDKKLDKHYQEMLVRRQKEKERLKQKFEELIRNEVIGNTSSSSSHE-----QES------YYDNDPIEGPRLE 
P.tetra_Spt5v    77 --SVGEITKGKQEQMYNELALKRKHHRDVV-----KQIEERY------------QDGDQDIQIGDDVDKSEDEIEKPGLR 
P.biaur_Spt5v    76 --VGGEITKRKQQEIYKEIDLKRKHTKNVV-----EVIEQRY------------QDGDNIN--VEEQERSDDEIEKPGLR 
P.sexau_Spt5v    81 EVVKTELTKKNQQEIYKAMDLKRKYNKNIV-----EDIENRY------------QNGEGLN--VEEVDKTDDEVEKPGLR 
P.caudat_Spt5v   66 ---VGEISKKKRDEIYDTNLLKRRNQRNVV-----TEIENRY------------KDGGDLVV-DEAEQTDDDQMEPPGWR 
 
                      ___β1_____________α1________________β2__________β3________α2________β4________ 
P.tetra_Spt5m   104 DPKVWRFKCGRSILEVQ--R-ILEISNLLP--KNSPIVSVFYTPNVKGFIFFESFFENDVKEFMRSI---MYGQPIYIQP 
P.biaur_Spt5m   105 DPKVWRFKCGRSICEVQ--R-ILEISNLLP--KNSPIVSVFYTPNVKGYIFFESYFEKDVKELMKSI---MYGQPIYIQP 
P.sexau_Spt5m   104 DPKIWRFKCGRSIFEVQ--R-ILDLSNQLP--KNSPIVSVFYTPNVKGHIFFESYFEKDVKEFMRQI---MYGQPLYVQP 
P.caudat_Spt5m   94 DPKVWRFKCGRSKVVVE--L-IQQIVKLMP--ENCKIVSIFFNPNLKGLIFFEAYFEQDVKTIMKDI---MYGQPTYIEP 
P.tetra_Spt5v   138 DPKFWRVSCNKGKEQEAVTSIMFKHNHLIDT-NPLEIVSVFALKKFPAAIFIEANFEQHVMRAIEGLTIVRQCPPELVES 
P.biaur_Spt5v   135 DPKFWRVSCNKGKEQEAVTSIMFKHNHLIDT-NPLEIVSVFALKKFPAAIFIEANFEQHVMRAIEGLTIVRQSPPELVES 
P.sexau_Spt5v   142 DPKFWRVSCNKGKEQEAVTSIMFKHNHLLDT-NPLEIVSVFALKKFPAAIFVEAYFEQHVMKAIEGLTIVRQYPPELVES 
P.caudat_Spt5v  125 DPKFWRVSCNRGKEHEAVTSIMFRHSHLLDTETPLEIVSVFTIKKFPGVIFFEAYFDTHVIKAIEGLAIVRQTPPELVEP 
 
                    __α3______      ________________KOW_1___________________________________________ 
P.tetra_Spt5m   176 EDCDSLLEIKK--NNNIQVGQWVRFKNHKNYGKDLGKVLRVNLIQNFAIIKVIKRNKQGQK------------------- 
P.biaur_Spt5m   177 EDCDSLLEIKK--NNNIQVGQWVRFKNHKNYGKDLGKVLRINLMQNFAIIKVIKRNKQGQK------------------- 
P.sexau_Spt5m   176 EDCYSLLEIKK--NNNIQVGQWVRFKNHKNYGKDLGKVLRINLIQNFAIIKVIKRNKQGQK------------------- 
P.caudat_Spt5m  166 DKCPSLLEVQR--SINLQLGQWVRLRNHRTYGSDLGRVMRMNRITNIITLKVIKRNKNGQK------------------- 
P.tetra_Spt5v   217 EQCPNMFKPAEVEQIDIEEGQWVRVRQHNIYSGDLARVMQVDQERKLIKLKVVPRQKLLMKSLEEEEENKKKNSKKNNAN 
P.biaur_Spt5v   214 EQCPNMFKPAEVEQIDIEEGQWVRVRQHNIYSGDLARVMQVDQERKLIKVKVVPRQKLLMKSLEEEEENKKKNSKKNNSN 
P.sexau_Spt5v   221 EQCPNMFKPPEVEQIDIEEGQWVRVRQHNIYAGDLARVMSVDQERKLIKLKVVPRQRLLMKSLEEEEENKKKSSKKNNAN 
P.caudat_Spt5v  205 ETCLQIFKPAEVEQVDIVEGSWVRVRQHHIYQGDLARVMSVDQEKKIIKLKVVPRQKMLMKSLEEDEENKKKNSKK---N 
 
                    ____________________________________Linker_1____________________________________ 
P.tetra_Spt5m   235 -------------EP----------------------------------ISWQRTRQQTNQIETTNQSEFIYSDIEKEYK 
P.biaur_Spt5m   236 -------------EP----------------------------------ISWQRSRQQTNQLETKNESEFIYSDIEKEYK 
P.sexau_Spt5m   235 -------------EP----------------------------------ISWQRTRQQTSEIIIKNDSEFIYSDIEKEYK 
P.caudat_Spt5m  225 -------------EP----------------------------------ISWQRENEGEINFSKEQNSEFIYSDIEKEYK 
P.tetra_Spt5v   297 ADQSRFQMKEEEGEPPIEDNEPFQRGSKFKFLKRAKYLQEQRKYIRGPKIPIQMTKKSINDDNDEPTSQFFYTTIRDEWT 
P.biaur_Spt5v   294 ADQSRFQMKEEEGEPPIEDNEPFQRGSKFKFLKRAKYLQEQKKYIRGPKIPIQMTKKSINDDNEEQTSQFFYTTIRDEWT 
P.sexau_Spt5v   301 ADQSRFQMKEEEGEPPVEDNEPFQRGSKYRFLKRNKYLQEQRKFIRGPKIPIQMTKKSINDDNDEPTSQFFYTSIRDEWT 
P.caudat_Spt5v  282 TDQTRFQMKEEEGEPLVE--ETYQKGSKFMYLKRAKYLQEQRKYVRGPKIAVQIQKKQINDENDEPTSQFFYSSIRDEWT 
 
                    ________________KOW_1___________                           _____________________ 
P.tetra_Spt5m   268 CAKIDGFNLLRCPLKNI-EHNITITDEELQMFFPDVVDRKILVQQAKREILRRVDVQ--FKEGQKVRLIGEDDINKGPKF 
P.biaur_Spt5m   269 CSIIDGFNLLKCPLKNI-EHNITITDEELQMFFPDVVDRKILVQQAKREILRRVDVQ--FKEGQKVRLIGEDDLNKGPKF 
P.sexau_Spt5m   268 CAKIDGFNLLKCPLKNI-EHNITITDEELQMFFPDVVDRKILVQQAKREILRRVDVQ--FKEGQKVRLIGEDDLNQGPKF 
P.caudat_Spt5m  258 CAKIDGFALLKCNVKNI-DHNITITDEELQMFFPDVIDRKILVQQAKRELMRRVDVQ--FKEGQYVRLIGEDDMNSGPQF 
P.tetra_Spt5v   377 SAKKDGFEIITLPVHQVLTGNIKPTVEDLQYFYPDVQDYRLILQKLHSSLKQVVEQKSQIQIGDYITLT--HDQAKSSRY 
P.biaur_Spt5v   374 SAKKDGFEIVTLPVHQILTGNIKPTVEDLQYFYPDVQDYRVILQKLHSSLKQVVEQKSKIQIGDYITLN--QDQTKPSRY 
P.sexau_Spt5v   381 SAKKDGFELINLPVHQVLTGNIKPTAEDLQYFYPDVQNYRLILQKLHSSLKQIVEQKSKIQIGDYITLN--QEQAKPARY 
P.caudat_Spt5v  360 SAKKDGFEIISLPVHQILKGNVKPTTEELQFFYPDVSDYRQILQKMYQSLKQVVDQKCKIQVGDYITVD--QEQYRSAKF 
 
                    _______________KOW_2__________________ __________________________KOW_3__________ 
P.tetra_Spt5m   345 KIMKIFDDQMIELM-------CKKDNREYTYLVHASEIRLAFKLYQEAKVIDGPHKGDVGVIICIKQGYVVLSNQHGTFK 
P.biaur_Spt5m   346 QIIKIFDDQMIELM-------CKKDNREYTYLVHASEIRLAFKLYQEAKVIDGPHKGDVGVIICIKQGYVVLSNQHGTFK 
P.sexau_Spt5m   345 KIIKIFDDQMIELM-------CKKDNREYTYLVHASEIRLAFKLYQEVKVIDGPHKGDVGVIICIKQGYVVLSTQHGTFK 
P.caudat_Spt5m  335 KIMKIHDDNMMELM-------CRKDKREYTYLVHASEVRLAFKLYQEVKVVEGPHKGDVGVIICIKQGYVVISTDYGSYK 
P.tetra_Spt5v   455 KVSQILQDENKLIISKTVKNKNNNEKRNYEYKLDISEAKLAFKLYQQVSIVSGPNTGLSGTIIKMDDLTAQISTEAGRIV 
P.biaur_Spt5v   452 KVAQILQDENKLIVTKTVKNKSNNERKNYEYKLQISDAKLAFKLYQQVSIVSGPNTGLSGTIIKIDDLTAQISTEAGRIV 
P.sexau_Spt5v   459 KVAQILQDENKLIVTQTVKNKNTNERKNYEYKLQISDAKLTFKLYQQVTIVSGANQGLSGTIIKMDDLNASISTEAGRIV 




                     ___________ 
P.tetra_Spt5m   418 VPH--------------------SVLQFGHKNFQTDNSLVKFGNNDFQIGCVIQQKLQSAVVLDINNEVQEIRNEKL--E 
P.biaur_Spt5m   419 VPH--------------------SVLQFGYQNFQTDNSLVKFGNNDFQIGCVIQQKLQSAIILDINNEIQEIRNEKL--E 
P.sexau_Spt5m   418 VPH--------------------SVLQFGYKNFQTDNSLVKFGNNDFQIGCVIQQKLQSAVILDINNEIQEIRNEKL--E 
P.caudat_Spt5m  408 VPH--------------------SVLQFGHRDNTTQNELVRFGNGDFQLGCVIESKLQTSVILTLNNELQEIPQSKI--E 
P.tetra_Spt5v   535 DALISDLQSQKNVIKKMDIEENPDAGAGQQKPGFKRNDLVKFGLIDNDIGCILNISNNEVSVLDLTNQIKNINKLAIRNS 
P.biaur_Spt5v   532 DALISDLQSQKNVIKKMDIEDNPDIGTGQQKPGFKRNDLVKFGLIDNDIGCILNISNNEVSILDLTNQIKAINKLAIRNS 
P.sexau_Spt5v   539 DALISDLQSQNNVIKKMDIEENVDIVPSQQKAGFKRNDLVKFGLIDNDIGCVLNIQNNEVTILDLTNQTKTINKLAIRNS 
P.caudat_Spt5v  517 EALLTDLQAQKNVIKKMQNEDVVDVVQDAQKTGFKRNDLVKFGQIDNDVGCILNLFNNEVTILDLTNQVKTINKLAIRNS 
 
                                      _______________________KOW_4_______________ 
P.tetra_Spt5m   476 ILTINGVEMNEQGETFRINDNVIIISGQYANKFGLVKHCINGKLYLFNHLFPY--QIILENANNCKMVFSKQ-------- 
P.biaur_Spt5m   477 ILTINGVEMNELGDTFRNNDNVTIISGKYASKYGLIKHCINGKVYLFNHLFPY--QIILESVNNCKLVFSKQ-------- 
P.sexau_Spt5m   476 ILTINGVEINEIGDTFRNSDNVIVIEGKYAGKYGLVKHCISGKLYLFNHHFPY--QIILESVNNCKLVFRKQ-------- 
P.caudat_Spt5m  466 TLNFNKVEMNSCGEYFKANDNVRILCGIYANKFGLVKHCINGKLYLFNNLFPR--TIILESVENCTALVSKA-------- 
P.tetra_Spt5v   615 INTRNNVVKNMYGNDIRQQDLVVILDGFYKNNKATVLHVYRDYLFLFNGKFDNTQGVIIEKANNCGLVSSSKKPDPG-AN 
P.biaur_Spt5v   612 INTRNNVVKNMYGNDIRQQDLVVILDGFYKNNKATVLHVYRDYLFLFNGKFDNTQGVIIEKANNCGLVSSSKKVEPVVVN 
P.sexau_Spt5v   619 INTRNNVVKNMYGNDIRQQDLVVILDGFYKNNKATVLHVYRDYLFLFNGKFDNTQGVIIEKANNCGLVSSSKKAEPVVVN 
P.caudat_Spt5v  597 INTRNNVVKNMYGNDIRQQDLVVVLDGFYKNNKATVLHVYRDYLFLFNGKFDNTQGVIIEKANNCGLVSSSKKSEAV-VD 
 
 
                            _______________________KOW_5_______________________            * 
P.tetra_Spt5m   546 --NKPKQNDQMCLTGQICQLKIGQWQGYRGQIVQIKSGYLIVQLSANNTKVKVSEKDILLL------------------- 
P.biaur_Spt5m   547 --IKPKQNDQMCLNGQICQLKVGQWQGYRGQILQIKSGQLIVQLSANNIKVKVSEKDIQLL------------------- 
P.sexau_Spt5m   546 --VQPRQNDQMCLNGQICQVKSGQWQGYRGQIIQIKSGQLVIQLSANNIKIKALEKDVLLL------------------- 
P.caudat_Spt5m  536 --DHIKKHEQKGFLGQICTIKLGKWKGYRGQIINIKQTQLIVQLEAINQKVMVQESDLNIL------------------- 
P.tetra_Spt5v   694 TISQMPNEDWKNLRGQMVTIRKGQWQSYRGMVQEVTSRVATIQLSAKNLVVKVPLECIKSESSNSHLQVGKTPQHHPGMS 
P.biaur_Spt5v   692 TTSQIPNEDWKNLRGQMVTIRKGQWQSYRGMVQEVTSRVATVQLSAKNLVVKVPLEFIKSESSSSHLQVGKTPQHHPGMS 
P.sexau_Spt5v   699 TQSQVSNEDWKNLRGQMVTIRKGQWQSYRGMVQEVNSRVATIQLSAKNLVVKVPLEFIKSESTSSHLQVGKTPQHHPGMS 
P.caudat_Spt5v  676 TRQQVPNEDWKNLRGQMVTIRRGQWSQYRGMVQEVTSKVATIQLSAKNLTVKVPLEHIKSETSNPHLSIGKTPQHQPGMS 
 
                    *                          * 
P.tetra_Spt5m       --------------------------------- 
P.biaur_Spt5m       --------------------------------- 
P.sexau_Spt5m       --------------------------------- 
P.caudat_Spt5m      --------------------------------- 
P.tetra_Spt5v   774 TRVWDDLEGVQQSAMRGGYQSPYITYQTPMRND 
P.biaur_Spt5v   772 TRVWDDLEGGVQQSAMRGYQSPYITYQTPMRND 
P.sexau_Spt5v   779 TRVWDDLEGVQQ-SVMRGYQSPYITYQTPMRND 
P.caudat_Spt5v  756 TRVWDDLEGIQR-SVMHGYQSPYVAYQTPMHD- 
 
 
Figure S1. Alignment and conservation of predicted structural domains for 
P. tetraurelia Spt5 proteins. A. Complete protein sequences from different organisms 
were aligned as described in the legend of Figure 1. The structural annotation above the 
alignment is based on (65) and (23). The Glu residue important for interaction with Spt4 
(66) is conserved in both Paramecium Spt5 proteins and is highlighted in red. 
Abbreviations and accession numbers are as follows: Pt, Paramecium tetraurelia, Spt5v: 
GSPATG00013468001, Spt5m: GSPATG00023145001; Tt, Tetrahymena thermophila, 
XP_976854.1; Ot, Oxytricha trifallax Spt5-g19: EJY83850.1, Spt5-g12: 
Contig19613.0.g12(protein) (OxyDB); Tb, Trypanosoma brucei, Q7YUT3; Hs, Homo 
sapiens, NP_001124296.1; At, Arabidopsis thaliana, KOW1: AED90724.1, SPT5-1: 
NP_180968.2, Spt5-2: NP_192575.2; Dm, Drosophila melanogaster, NP_652610.1; Sc, 
Saccharomyces cerevisiae, NP_013703.1; Pf, Pyrococcus furiosus, Q8TZK1.1. 




Figure S2. Silencing of SPT5v and SPT5m during vegetative growth. The average 
division rate observed upon RNAi against SPT5v, SPT5m and control non-essential genes 
ND7 and ICL7 or without silencing (Kp) is shown. The data summarizes results obtained 
for more than 36 cell lines (SPT5v: n=93; SPT5m: n=36; ND7: n=36; ICL7: n=57; Kp: 
n=87). Vertical bars show standard deviation. Cells grown in SPT5m silencing medium 




Figure S3. Cytological observation of DAPI-stained cells silenced for SPT5m or the 





Figure S4. Evaluation of silencing efficiency for SPT5v and SPT5m-RNAi. A. RT-PCR 
analysis of the expression level of SPT5v after silencing of this gene. RNA samples were 
obtained from cultures without RNAi treatment (noRNAi) and after 8, 24, 32 and 48 hours of 
silencing from SPT5v-silenced and control RNAi cultures (ND7 RNAi). Reverse transcription 
was performed using oligo dT. In order not to saturate the PCR reactions, only 25 PCR cycles 
were performed. Control RT-PCR obtained for the constitutively expressed TMP1b gene 
encoding a trichocyst matrix protein are shown below. A large decrease of SPT5v mRNA level 
is visible after 32-48 hours. B. Histograms show the progression of autogamy in strain 51mt7 
∆A. As a control we used cells silenced for the unrelated ND7 gene. For each time-point (V: 
vegetative culture; -2: meiosis and early MAC fragmentation; 0: around 50% of cells with 
fragmented MAC; 5 to 70: 5 to 70 hours following time 0, respectively), cells were stained with 
DAPI to visualize old and new MACs. V: vegetative parental MAC; M: meiosis; S: skein 
formation; F: fragmented old MAC but no detectable developing new MACs; A: fragmented old 
MAC + 2 visible anlagen, C: post-karyonidal cells. C. Northern blot validation of SPT5m 
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silencing. The blot was hybridized with an SPT5m probe and, subsequently, with a 17S rRNA 
probe as an RNA loading control. Additional band and smear visible in SPT5m-RNAi panel 
most probably correspond to some degradation products of SPT5m mRNA that comigrates 
with18s and 28s rRNA (compare with Figure S3 in (41)) . Appearance of SPT5m mRNA signal 
in late time points corresponds most probably to unusual late expression of SPT5m due to 
weak silencing at that time (siRNA level decreases with time). D. RT-PCR analysis of 
expression level of SPT5m and SPT5v after silencing of SPT5m. RNA samples were treated 
as described in panel A. SPT5m expression is lower after RNAi than in the control, while 





Figure S5. Detection of transcriptional activity of the new MAC in SPT5m-silenced 
cells during autogamy. RT-PCR and Southern blot detection of IES-containing 
transcripts (IES+) as well as transposon-derived transcripts in a control culture (cells 
silenced for ND7 gene expression) and in SPT5m-silenced cells. Autogamy stages are 
described in detail in Figure S4B: V – vegetative cells, -2 – cells during meiosis/early MAC 
fragmentation, 0 to 70 – autogamy stages in hours. PCR primers were located within 
tested IESs: 51A4404, 51A6649 (34) and a conserved region of the Sardine transposon 
common to eight copies of this element (27) (primers within ORF1 of the transposon, 
SardinUp: GAACACCTCCTATCCTTTAATCATC, SardinLo: 
GACCTAATCGCAATCATTTATGGATTTC). Control RT-PCR obtained for the 
constitutively expressed TMP1b gene encoding a trichocyst matrix protein are shown 
below. Early appearance and accumulation of IES+ signal toward the end of autogamy 
was observed in SPT5m silencing for all tested loci, while in control cells IES+ products 
appeared only at earlier time-points. Results obtained for SPT5m were similar to those 
observed when genome rearrangements were totally blocked by PGM-RNAi (34). These 
results suggest that SPT5m-RNAi inhibits IES excision and elimination of Sardine 
transposons, which would result in amplification of non-rearranged DNA and, in 






Figure S6. Analysis of IES excision in cells silenced for expression of DCL2/3, DCL5, 
TFIIS4 and EZL1. Retention score distribution determined by re-sequencing of DNA 
extracted from a cell fraction enriched in new MACs, after silencing of each factor. IES 
retention scores for silencing of DCL2/3, DCL5, TFIIS4 or EZL1 were determined using 
published data (34, 37, 38). A. DCL/DCL3-KD retention scores; B.  DCL5-KD retention 





Figure S7. Relation between SPT5m-KD retention scores and DCL2/3, TFIIS4, EZL1 
and DCL5 retention scores. Heatmaps show the relation between SPT5m retention 
scores for all IESs and retention scores obtained for other factors. The color represents 
the number of IESs (in log2 scale) according to the legend on the right. SPT5m-KD 
retention scores were compared to: A. DCL/DCL3-KD retention scores; B.  DCL5-KD 




Figure S8. Relation between IES size and SPT5m IES retention score. The box plot 
displays the SPT5m IES retention score distribution for each group of IESs corresponding 
to a peak in the periodic IES size distribution (27). The median retention score (horizontal 
line inside the box) and the first (top of box) and third (bottom of box) quartiles are shown. 
Blue stars indicate that the retention score distribution of a given group is significantly 








Targeted gene  SPT5m ND7 ICL7 none * 
% wild type 1% 94% 97% 90% 
% sick 2% 3% 0% 5% 
% death 98% 3% 3% 5% 
Total cells 480 288 192 240 
No. of 
experiments 10 6 4 5 
* Control grown in standard K. pneumoniae medium. 
 
Table S1. SPT5m silencing in autogamy. 
Survival test of post-autogamous cells submitted to RNAi against SPT5m gene and control 
non-essential genes - ICL7 and ND7. For each condition, the number of replicate 




Targeted gene  SPT5m ND7 none * 
% wild type 3% 100% 97% 
% sick 8% 0% 0% 
% death 89% 0% 3% 
Total cells 36 34 38 
* K. pneumoniae    
 
Table S2. SPT5m silencing in conjugation. 
Survival test of post-conjugation cells submitted to RNAi against SPT5m gene and control 












Early ND7 19.03 361.27 4.23 18.98 0.22 
SPT5m 148.22 66.61 1.90 0.45 0.01 
DCL2/3 100.25 14.34 1.58 0.14 0.02 
Late ND7 63.70 83.51 238.04 1.31 3.74 
 SPT5m 199.53 39.83 156.35 0.20 0.78 
 DCL2/3 171.14 23.80 122.34 0.14 0.71 
 
Table S3. Reduction in scnRNA after SPT5m RNAi. 
The sRNA-seq Illumina sequencing samples for RNAi of the indicated gene(s) (first two 
columns) were mapped and normalized as described in Materials and Methods. The table 
presents the normalized counts for 23 nt sRNAs, 25 nt sRNAs presumed to be scnRNAs 
and the sum of the counts for 26- 29 nt sRNAs, presumed to be iesRNAs (next three 
columns). Finally, count ratios are presented in the last two columns, first of the scnRNA 
count divided by the 23 nt count and then of the iesRNA count divided by the 23 nt count. 
Striking differences in the ratios between ND7 RNAi and SPT5m or DCL2/DCL3 RNAi 






















Number of IESs 3 020 2 475 20 524 30 892 41 380 44 928 
Average IES 
length [nt] 








99% 99% 99% 97% 100% 92% 
Average SPT5m 
retention score 
0.68 0.61 0.50 0.43 0.40 0.38 
 
Table S4. Analysis of IES retention shows a gradation of effects after RNAi of 
different factors. 
IES retention was determined for each sequencing sample as described in Materials and 
Methods, and significantly retained IESs according to the statistical test were considered 
to be sensitive to the factor that had been depleted by RNAi. The table provides the 
number, average length and average retention scores for the sensitive IESs, and shows 
that the IESs sensitive to each of the factors represents a subset of the SPT5m-sensitive 
IESs, the DCL2/3-sensitive IESs being the largest and most highly retained after SPT5m-
RNAi.   
20 
Sample Acc. no. Reference 
sRNA sequencing, SPT5m KD, T0 timepoint SAMN04413729 This study 
sRNA sequencing, SPT5m KD, T15 timepoint SAMN04413730 This study 
sRNA sequencing, ND7 KD, T0 timepoint SAMN04413731 This study 
sRNA sequencing, ND7 KD, T15 timepoint SAMN04413732 This study 
sRNA sequencing, DCL2/3 KD, early timepoint SRR907876 (30) 
sRNA sequencing, DCL2/3 KD, late timepoint SRR907877 (30) 
sRNA sequencing, control, early timepoint SRR907874 (30) 
sRNA sequencing, control, late timepoint SRR907875 (30) 
DNA from developing MAC, SPT5m KD SAMN04358097 This study 
DNA from developing MAC, control ERX466735 (37) 
DNA from developing MAC, PGM KD ERA137444 (27) 
DNA from developing MAC, DCL2/3 KD SRR2015146 (30)  
DNA from developing MAC, DCL5 KD SRR2015148 (30) 
DNA from developing MAC, TFIIS4 KD SRX710531 (34) 
DNA from developing MAC, EZL1 KD ERX466734 (37) 
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